In the title compound, C 30 H 23 N 3 O 4 , the central 1-methylpyrrolidine ring adopts a twist conformation on the N-CH 2 bond. The pyrrolidin-2-one ring of the indolin-2-one ring system also has a twist conformation on the C-C bond involving the spiro C atom and the carbonyl C atom. The fivemembered ring of the indene-1,3-dione moiety has an envelope conformation with the spiro C atom as the flap. The quinoline ring system adopts an almost planar conformation (r.m.s. deviation = 0.04 Å ). The mean planes of the indolin-2-one ring system, the indene-1,3-dione ring system and the the quinoline ring system are inclined to the mean plane of the central 1-methylpyrrolidine ring by 77.97 (7), 86.98 (7) and 46.58 (6) , respectively. In the crystal, molecules are linked via N-HÁ Á ÁN hydrogen bonds, forming chains along the b axis. The chains are linked via a number of C-HÁ Á ÁO hydrogen bonds, and C-HÁ Á Á and -interactions [inter-centroid distance = 3.7404 (9) Å ], forming a threedimensional network.
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Cg1 is the centroid of the C3-C8 ring. 
D-HÁ
Data collection: APEX2 (Bruker, 2008 ); cell refinement: SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009 The pyrrolidine ring system is found in a vast variety of compounds displaying an impressive range of biological activities (Babu et al., 2012) . Optically active pyrrolidines have been used as intermediates, chiral ligands or auxiliaries in controlled asymmetric synthesis (Savithri et al., 2014) . Pyrrolidine compounds are reported to exhibit antimicrobial, antifungal (Govind et al., 2003) , anti-influenza virus (Gayathri et al., 2005) , anti-inflammatory, antitumor (Li et al., 2004) , inhibit retroviral reverse transcriptases [i.e., human immunodeficiency virus type 1 (HIV-1)], cellular DNA polymerases, protein kinases (Bellina and Rossi, 2006) , antibiotics (Nirmala et al., 2009) , anticonvulsant, sphingosine-1-phosphate (S1P) receptor agonists, malic enzyme inhibitors, ketoamide-based cathepsin K inhibitors, human melanocortin-4 receptor agonists (Babu et al., 2012) . Indole compounds can be used as bioactive drugs. Indole derivatives exhibit antiallergic, central nervous system depressant and muscle relaxant properties. In view of this biological importance, the title compound was synthesized and we report herein on its the crystal structure.
The molecular structure of the title compound is shown in Fig. 1 . The central 1-methylpyrrolidine ring (N2/C11/C12/C14/C23) adopts a twist conformation on the N2-C12 bond. The pyrrolidine-2-one ring (N3/C23/C24/C29/C30) of the indoline-2-one ring system also has a twist conformation on the C23-C30 bond involving the spiro C atom and the carbonyl C atom. The five-membered ring (C14-C16/C21/C22) of the indene-1,3-dione moiety has an envelope conformation with atom C14 as the flap. The quinoline ring system adopts a planar conformation [r.m.s. deviation = 0.04 Å]. The mean planes of the indolin-2-one ring system, the indene-1,3-dione ring system and the the quinoline ring system are inclined to the mean plane of the central 1-methylpyrrolidine ring by 77.97 (7), 86.98 (7) and 46.58 (6) °, respectively.
In the crystal, molecules are linked via N-H···N hydrogen bonds forming zigzag chains along the b axis direction (Table 1 and 
S2. Synthesis and crystallization
A mixture of indoline-2,3-dione (1 mmol) and 2-(methylamino)acetic acid (1.5 mmol) were dissolved in methanol (100 ml) and refluxed for 5 min, followed by the addition of (Z)-3-((2-methoxyquinolin-3-yl) methylene) indolin-2-one (0.5 mmol), then the mixture was refluxed for 8 h. After completion of the reaction (monitored by silicagel precoated TLC), the title compound was separated from the cooled reaction mixture, filtered and dried under reduced pressure. Slow
evaporation of a solution on the title compound in chloroform/methanol (4:1) yielded light-yellow block-like crystals.
S3. Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . The hydrogen atoms were placed in calculated positions and refined as riding atoms: C-H = 0.93-0.98 Å and N-H = 0.86 Å with U iso (H) = 1.5U eq (Cmethyl) and 1.2U eq (N,C) for other H atoms.
Figure 1
The molecular structure of the title compound, with atom labelling. Displacement ellipsoids are drawn at 30% probability level.
Figure 2
A partial view, along the c axis, of the crystal packing of the title compound, illustrating the formation of the hydrogenbonded zigzag chains (dashed lines; see Table 1 ). H atoms not involved in these interactions have been omitted for clarity. Extinction coefficient: 0.0015 (5)
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (7) 0.0041 (6) 0.0009 (6) 0.0004 (6) C5 0.0320 (9) 0.0257 (9) 0.0169 (7) 0.0120 (7) 0.0002 (6) −0.0002 (6) C6 0.0296 (9) 0.0322 (10) 0.0177 (7) 0.0146 (7) 0.0075 (6) 0.0071 (7) C7 0.0206 (8) 0.0257 (9) 0.0247 (7) 0.0063 (7) 0.0071 (6) 0.0076 (7) sup-6 
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